Asian phenotypic affinity, suggesting that human diversity in SEA was strongly influenced by 82 population expansions from the north (4). Yet, the extent to which the movements from East 
Main Text:
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The population history of Southeast Asia (SEA) has been shaped by interchanging 
85
Two distinct population models have been proposed to account for the biological and Vietnam, Laos and Thailand) populations, along with a broad East Asian component.
152
We used outgroup f3 statistics (f3(Mbuti;X,Ancient samples)) to determine which 153 populations have the highest levels of shared drift with each of the ancient individuals (SOM6).
Group 1 shares the most drift with certain ancient mainland samples ( Figure S12 , Table S4 ). ). We thus decided to organize these samples into five more groups to facilitate further 179 analyses (Groups 2-6, Table 1 ), although we note that genetic differentiation among them 180 seems to be highly clinal. Samples Vt719, Th531 and Vt778 were either geographic or 181 temporal outliers to their groups and were therefore analyzed separately in groups denoted by a 182 ".1": Group 3.1 (Th531, Vt719) and Group 4.1 (Vt778). ancestry is not very strong across MSEA (SOM10).
207
The remaining mainland samples (Groups 3 and 4) are dated to be from 2.6 to 0.2 kya.
208
They appear similar to present-day MSEA populations and fall into two groups. Surui, X,Yoruba), we find that the Group 1 samples had some suggestive but non-significant We used TreeMix (55) to explore admixture graphs that could potentially fit our data.
237
The ancient Group 1 (Onge-like) individuals are best modelled as a sister group to present-day Onge.
242
We also performed a more supervised form of admixture graph modeling using Onge ( Figures S35 and S36 , worst-fitting Z = 3.372 and 3.803, respectively).
256
We then used qpWave/qpAdm (62, 63) to determine if La368 and Ma911 can be 
293
This is the first study to reconstruct the population history of SEA using ancient DNA.
294
We find that the genetic diversity found in present day SEA populations derives from at least 295 four prehistoric population movements by the Hoabinhians, an "Austroasiatic-like" population, 
331
This study demonstrates that whole-genome capture is an efficient supplementary 332 approach for retrieving whole genomes from the fossil skeletal and dental remains found in the Sequencing was performed on Illumina Hiseq2500 (ver. 4) or Hiseq4000 instruments
369
(81bp single-read) using bcl2fastq de-multiplexing. Adapters were trimmed using We performed a principal component analysis using smartpca v1600 implemented in 408 the Eigensoft package (82) on the SNP covariance matrix of genomes from the Pan-Asia panel.
409
We then projected all our ancient SEA samples onto the first two principal components (40 
